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Claims 



1. (Currently Amended) A method of identifying a nucleic acid that encodes human 
telomerase reverse transcriptase (hTRT) or fragment thereof in a sample, comprising: 

a) combining the sample with a polynucleotide probe such that the probe 
hybridizes specifically to the nucleio acid if the nucleic acid encodes hTRT or fragment 
thereof; 

b) detecting any hybrid formed as a result of a); and 

c) identifying the nucleic acid as encoding hTRT or fragment thereof If the hybrid 
is detected; 

wherein the probe hybridizes specifically to a DNA having the sequence of the 
hTRT encoding region of SEQ. ID NO:224 at 5*C to 25°C below T m in aqueous solution 
at 1 M NaCI . but does not hybridize to a DNA having the sequence of SEQ. ID NO:62 
under the same reaction conditions : 

wherein T^ is the melting temperature of double-stranded DNA having the 
sequence of said encoding region under the same reaction conditions. 

2. (Currently Amended) A method of detecting a nucleic acid that encodes hTRT or 
fragment thereof In a sample, comprising: 

a) combining the sample with a polynucleotide probe such that the probe 
C hybridizes specif ically to a nucleic acid comprising at least 100 consecutive nucleotides 

contained in SEQ ID NO:224 if present in the sample; 

b) detecting any hybrid formed as a result of a); and 

c) Identifying the nucleic acid as encoding hTRT or fragment thereof if the hybrid 
is detected; 

wherein the polynucleotide probe consists essentially of a sequence identical or 
complementary to 25 or more consecutive nucleotides from the hTRT encoding region of 
SEQ ID NO:224 that are not con tained in SEQ. ID NO:62. 

3. (Original) The method of claim 2, wherein the hTRT nucleic acid is human genomic 
DNA, 

4. (Previously presented) The method of claim 2, wherein the hTRT nucleic acid Is mRNA 
or cDNA. 

5. (Previously presented) The method of claim 2, wherein the hTRT nucleic acid consists 
essentially of 250 or more nucleotides of SEQ ID NO:224. 

6. (Previously presented) The method of claim 2, wherein the hTRT nucleic acid consists 
essentially of 500 or more nucleotides of SEQ ID NO:224. 
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7. (Previously presented) The method of daim 2, wherein the probe consists essentially of 
a sequence identical or complementary to 30 or more consecutive nucleotides from the 
hTRT encoding region of SEQ ID NO:224. 

8. (Previously presented) The method of claim 2, wherein the probe consists essentially of 
a sequence identical or complementary to 50 or more consecutive nucleotides from the 
hTRT encoding region of SEQ ID NO:224. 

9. (Previously presented) The method of claim 2, wherein the probe consists essentially of 
a sequence identical or complementary to 100 or more consecutive nucleotides from the 
hTRT encoding region of SEQ ID N0^24. 

10 to 12. CANCELLED 

13. (Currently Amended) A method of identifying a nucleic acid that encodes hTRT or 
fragment thereof in a sample, comprising: 

a) combining the sample with a polynucleotide primer under conditions that the 
primer specifically primes amplification of SEQ. ID NO:224 or fragment thereof if present 
in the sample; 

b) detecting any amplification product formed as a result of a); and 

c) identifying Ihe nuoleic acid as encoding hTRT or fragment thereof If the 
amplification product is detected; 

wherein the primer hybridizes specifically to a DNA having the sequence of the 
hTRT encoding region of SEQ. ID NO:224 at 5*C to 25°C below T m in aqueous solution 
at 1 M NaCl . but does not hybridize to a DNA having the sequence of S EQ. ID NQ:62 
under the same reaction conditions : 

wherein T m is the melting temperature of double-stranded DNA having the 
sequence of said encoding region under the same reaction conditions. 

14. (Currently Amended) A method of detecting a nucleic acid encoding hTRT or fragment 
thereof in a sample, comprising: 

a) combining the sample with polynucleotide primers so as to prime amplification 
of nucleic acid encoding hTRT or fragment thereof if present in the sample; 

b) detecting any amplified product formed as a result of a); and 

c) identifying the nucleic acid as encoding hTRT or fragment thereof if the 
amplification product is detected; 

wherein each of said primers consists essentially of a sequence Identical or 
complementary to 15 or more consecutive nucleotides from the hTRT encoding region of 
SEQ ID NO:224 . but at least one of the primers does not consis t of a sequence identical 
or complementary to 15 or more consecutive nucleotides from SEQ. ID NP_£2- 

15. (Previously presented) The method of claim 14, wherein each of said primers consists 
essentially of a sequence identical or complementary to 30 or more consecutive 
nucleotides from the hTRT encoding region of SEQ ID NO:224. 

16. (Previously presented) The method of claim 14, wherein each of said primers consists 
essentially of a sequence identical or complementary to 50 or more consecutive 
nucleotides from the hTRT encoding region of SEQ ID NO:224. 

17 to 22. CANCELLED 
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23. (Withdrawn) A combination of oligonucleotide primers for PCR amplification for use in 
detecting an hTRT nucleic acid according to claim 14, wherein each primer consists 
essentially of a sequence Identical or complementary to 15 or more consecutive 
nucleotides from the hTRT encoding region of SEQ ID NO:224. 

24. (Withdrawn) The combination of primers of claim 23, wherein each primer consists of 
15-30 nucleotides. 

25. (Withdrawn) The combination of primers of claim 23, wherein each primer consists of 
20-25 nucleotides. 

26 to 34. CANCELLED 

35. (Previously presented) The method of claim 1, wherein a) comprises combining the 
sample with the probe at 5°C to 25°C below T m In aqueous solution at 1 M NaCI. 

36. CANCELLED 

37. (Previously presented) The method of claim 1 , wherein the probe comprises a sequence 
identical or complementary to 100 or more consecutive nucleotides from the hTRT 
encoding region of SEQ ID NO:224. 

38. CANCELLED. 

39. (Previously presented) The method of claim 1 , wherein the sample has been taken from 
a patient having a tumor. 

40. (Previously presented) The method of claim 2. wherein the sample has been taken from 
a patient having a tumor. 

41. (Previously presented) The method of claim 13, wherein a) comprises combining the 
sample with the primer at 5*C to 25°C below T m in aqueous solution at 1 M NaCI. 

42. CANCELLED. 

43. (Previously presented) The method of claim 13, wherein the primer comprises a 
sequence identical or complementary to 30 or more consecutive nucleotides from the 
hTRT encoding region of SEQ ID NO:224. 

44. CANCELLED 

45. (Previously presented) The method of claim 13, wherein the sample has been taken 
from a patient having a tumor. 

46. (Previously presented) The method of claim 14, wherein the sample has been taken 
from a patient having a tumor. 
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4.7. (Now) A method of identifying a nucleic acid that encodes human telomerase reverse 
transcriptase (hTRT) or fragment thereof In a sample* comprising: 

a) combining the sample with a polynucleotide probe such that the probe 
hybridizes specifically to the nucleic acid if the nucleic acid encodes hTRT or fragment 
thereof: 

b) detecting any hybrid formed as a result of a); and 

c) Identifying the nucleic acid as encoding hTRT or fragment thereof It the hybrid 
is detected* 

wherein the probe hybridizes specifically to a DNA having a sequence consisting 
of SEQ. ID NO:62 at 5°C to 25°C below T m in aqueous solution at 1 M NaCI; 

wherejo^I,^^ temperature of double-stranded DNA having the 

sequence c^said encoding regionlmder the same reaction conditions. 



48. (New) The method of claim 47, wherein a) comprises combining the sample with the 
probe at 5°C to 25°C below T m In aqueous solution at 1 M NaCI. 

49. (New) The method of claim 47, wherein the probe comprises a sequence identical or 
complementary to 1 00 or more consecutive nucleotides from SEQ ID NO:62. 

50. (New) The method 6f claim 47, wherein the sample has been taken from a patient 
having a tumor. 

51 . (New) A method of detecting a nucleic acid that encodes hTRT or fragment thereof in a 
sample, comprising: 

a) combining the sample with a polynucleotide probe such that the probe 
hybridizes specifically to a nucleic acid comprising at least 100 consecutive nucleotides 
contained in SEQ ID NO:62 if present in the sample; 

b) detecting any hybrid formed as a result of a^and 

c) identifying the nucleic acid as encoding hTRT or fragment thereof if the hybrid 
is detected* 

wherein the polynucleotide probe consists essentially of a sequence identical or 
complementary to 25 or more consecutive nucleotides from SEQ ID NO:62. 

52. (New) The method of claim 51, wherein the probe consists essentially of a sequence 
identical or complementary to 30 or more consecutive nucleotides from SEQ ID NO:62. 

53. (New) The method of claim 51, wherein the probe consists essentially of a sequence 
Identical or complementary to 50 or more consecutive nucleotides from SEQ ID NO:62. 

54. (New) The method of claim 51, wherein the probe consists essentially of a sequence 
identical or complementary to 100 or more consecutive nucleotides from SEQ ID N0.62. 

55. (New) The method of claim 51, wherein the sample has been taken from a patient 
having a tumor. 
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56. (New) A method of identifying a nucleic acid that encodes hTRT or fragment thereof in a 
sample, comprising: 

a) combining the sample with a polynucleotide primer under conditions that the 
primer specifically primes amplification of SEQ. ID NO:62 or fragment thereof If present in 
the sample; 

b) detecting any amplification product formed as a result of a); and 

c) identifying the nuoleic acid as encoding hTRT or fragment thereof if the 
amplification product is detected; 

wherein the primer hybridizes specifically to a DNA having a sequence consisting 
of SEQ. ID NO:62 at 5°C to 25*C below T m in aqueous solution at 1 M NaCI: 

wher^irKlmJs^jhajT^ temperature of double-stranded DNA having the 
sequence(pfsaid encodi ng' region )under the same reaction conditions. 

57. (New) The method of claim 56, wherein a) comprises combining the sample with the 
primer at 5°C to 25°C below T m in aqueous solution at 1 M NaCL 

58. (New) The method of claim 56, wherein the primer comprises a sequence identical or 
complementary to 30 or more consecutive nucleotides from SEQ. ID NO:62. 

59. (New) The method of claim 56, wherein the sample has been taken from a patent 
having a tumor. 

60. (New) A method of detecting a nucleic acid encoding hTRT or fragment thereof in a 
sample, comprising: 

a) combining the sample with polynucleotide primers so as to prime amplification 
of nucleic acid encoding hTRT or fragment thereof if present in the sample; 

b) detecting any amplified product formed as a result of a); and 

c) identifying the nucleic acid as encoding hTRT or fragment thereof if the 
amplification product is detected; 

wherein each of said primers consists essentially of a sequence identical or 
complementary to 15 or more consecutive nucleotides from SEQ ID NO:62. 

61. (New) The method of claim 60, wherein each of said primers consists essentially of a 
sequence Identical or complementary to 30 or more consecutive nucleotides from SEQ 
ID NO:62. 

62. (New) The method of claim 60, wherein each of said primers consists essentially of a 
sequence identical or complementary to 50 or more consecutive nucleotides from SEQ 

— > IDNO:62. 

63. (New) A combination of oligonucleotide primers for PGR amplification for use in 
<~ detecting an hTRT nucleic acid according to claim 60, wherein each primer consists 
) essentially of a sequence identical or complementary to 15 or more consecutive 

nucleotides from SEQ ID NO:62. 

64. (New) The method of claim 60, wherein the sample has been taken from a patient 
having a tumor. 
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Rejection under 38 USC §112 As- 
certain claims stand rejected under § 1 12 1 2 as being indefinite- Specifically, the Office 

Action indicates that the meaning of the phrase "consisting essentially of* is unclear in view of 

the explanation given previously. 

In response, applicants submit the following clarification. A nucleic acid "consisting 

essentially of a particular sequence means that the nucleic acid may contain additional 

nucleotides or other elements, so long as the additional features do not prevent the nucleic acid 

from exercising the function indicated in the claims. In particular: 

• Claims 2, 51, and their dependents cover the use of the nucleic acid as a probe. Any 
additional features of the nucleic acid (if present) do not prevent the probe from 
hybridizing specifically with SEQ. ID NO:224 or its complement. 

♦ Claims 14, 60, and their dependents cover the use of the nucleic acid as an 
amplification primer. Any additional features of the nucleic acid (if present) do not 
prevent the primer from specifically amplifying the corresponding portion of SEQ. ID 
NO:224. 

It is respectfully submitted that these claims do not need to indicate the reaction 
conditions of the hybridization step, because the hybridization referred to is not used to define 
what nucleic acid sequences are included in the claim. Instead, the nucleotides are defined 
explicitly in the last pan of the claim, where it is stated that they have sequences that are identical 
or complementary to 25 or more consecutive nucleotides from the hTRT encoding region of SEQ 
ID NO:224. This is different from claims 1, 13, 47, and 56, where the nucleotides are defined 
according to their hybridization properties, and the hybridization properties are given. 

Withdrawal of this rejection is respectfully requested. 
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